Systematic proteomics in yeast
. They identified 1,578 interacting proteins, representing 25% of the proteome. Both groups report novel features of protein complexes involved in the DNA damage response, kinase signaling pathways, cytoskeleton organization and so on. Ho et al. claim that their approach is more effective than previous studies based on two-hybrid screens. Gavin et al. have created a proteome map that defines relationships between protein complexes. Similar experiments with human orthologs provided evidence for an 'orthologous proteome' containing comparable protein complexes. These two studies highlight the feasibility of applying systematic purification and mass spectrometry technology to the analysis of protein interaction networks and present a proof-of-principle for future projects tackling mammalian proteomes.
